ABSTRACT Members of the genus Staphylococcus have been isolated from humans, animals, and the environment. Accurate identification with whole-genome sequencing requires access to data derived from type strains. We provide sequence data for type strains of 64 taxa in the genus that at the time of this writing have standing in the nomenclature.
assembled using Velvet 1.2.10 (15) with kmer size and coverage estimated with VelvetOptimiser 2.1.7 (15) . To ensure assembly quality, at least 97% of the total assembly was required to be in contigs larger than 1 kb. Draft genome sequences were annotated with Prokka 1.12 (16) .
Genome sizes varied between 2.1 million and 3.1 million base pairs across the genus, 
